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Figures S1to S3
Supplementary data — Tables S1, S2, S3, S4, S5, S6, S7, S8, S9, S10 and S11
Legends for the supplementary excel format tables:

Supplementary Table S1. Metadata of the 79 included patients with at least one sample passing
sequencing quality control.

Supplementary Table S2. Overview of the 145 biopsies that yielded 137 DNA samples and 129 RNA
samples passing sequencing quality control including DNA and RNA concentrations, quality and purity
measures.

Supplementary table S3. Taxonomic differences in total and active microbiota at phylum level
between inflamed and non-inflamed mucosa of UC patients.

Supplementary table S4. Taxonomic differences in total and active microbiota at family level
between inflamed and non-inflamed mucosa of UC patients.

Supplementary table S5. Taxonomic differences in total and active microbiota at phylum level of
non-inflamed mucosa between UC patients and symptomatic non-IBD controls.

Supplementary table S6. Taxonomic differences in total and active microbiota at family level of non-
inflamed mucosa between UC patients and symptomatic non-IBD controls.

Supplementary table S7. Wilcoxon paired comparisons of total and active microbiota at family level.

Supplementary table S8. Piphillin functional predictions of total microbiota comparing inflamed and
non-inflamed mucosa of UC patients.

Supplementary table S9. Piphillin functional predictions of active microbiota comparing inflamed and
non-inflamed mucosa of UC patients.

Supplementary table S10. Piphillin functional predictions of total microbiota comparing non-
inflamed mucosa between UC patients and symptomatic non-IBD controls.

Supplementary table S11. Piphillin functional predictions of active microbiota comparing non-
inflamed mucosa between UC patients and symptomatic non-IBD controls.
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[ ] ® . ®
) [ ]
o
0.2 [ 1] L] )
® ]
°
°
o ) ®
% o
[
0.1 ° & ®
e® o °
T e o, %0 ®
:'o ® [ ] : ™ @ Distal colon
: L] °
©e o o G0 % o ® - ® Proximal colon
™~ oA ® % %00 & ) o
@w o0 [ ] ® Rectum
® Terminal ileum
o %° ® ® o °
.... o
e ©® o ° o ® . o
o ° °
-0.14 ® d °
o o g ©¢
L ] ]
e Lo ° L e
° oy
°
0.2+ ° [ I L]
[ ]
] [
02 0.0 02 04

Axis 1 (14.1 %)
Supplementary Figure S1. UniFrac distances between different biopsy locations for the DNA dataset.

PCoA, UniFrac (DNA), inflammation status
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Axis 1 (14.1 %)

Supplementary Figure S2. UniFrac distances between inflamed and non-inflamed biopsies for the
DNA dataset.



PCoA, UniFrac (DNA), alpha diversity
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Supplementary Figure S3. UniFrac distances explained by alpha diversity for the DNA dataset.



